Here, we report draft genome sequences of 26 isolates of Salmonella enterica subsp. enterica, representing eight serotypes, which were isolated from cows in a Pennsylvania dairy herd, the farm on which they were reared, and the associated off-site heiferraising facility over an 8-year sampling period.
harbor these organisms, sometimes as pathogens resulting in illness or death of the animal, but sometimes as nonpathogenic commensals, thereby presenting a difficult-to-detect public health risk to humans and other animals (5) . Further, those people in contact with animals known to be sources of Salmonella are at increased risk of infections by these organisms (6) .
As part of a long-term longitudinal study of Salmonella preva- lence in a commercial dairy herd and its associated heifer-rearing facility, samples were collected from feces, composite manure (feces, urine, bedding), trough water, feed, flies caught on the farm, bedding, bulk milk, and milk filters and fecal grab samples, composite manure samples, and water trough samples were also obtained from the farm that raises the postweaned heifers before they are brought back to the farm at which they were born (7, 8) . These samples were processed for S. enterica using traditional bacteriology methods (7). We selected a subset of Salmonella strains from the fecal grab samples for whole-genome sequence analysis. The 17 S. enterica subsp. enterica serovar Cerro and two S. enterica subsp. enterica serovar Kentucky strains were sequenced using 454 Titanium GS FLXϩ pyrosequencing (Roche, Branford, CT) to obtain high-quality draft genomes (18 to 23ϫ coverage). The genome contigs were assembled de novo with 454 Life Sciences Newbler software package version 2.6 (9). The other Salmonella isolates were sequenced using Illumina MiSeq technology (Illumina, Inc., San Diego, CA) to obtain high-quality draft genomes. Genome contigs generated from MiSeq runs were assembled de novo with the Velvet software package version 1.2.09 (10). The genome sequencing statistics for these isolates are listed in Table 1 . The results describing the evolution and comparative genomics of these isolates will be reported elsewhere.
Nucleotide sequence accession numbers. The sequences for the S. enterica subsp. enterica strains were deposited at NCBI under the accession no. listed in Table 1 .
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